.
Structural statistics.
3' junction 5' junction
Ramachandran: most favored 85.3% (296) 82.7% (287) Ramachandran: allowed 13.5% (47) 15.9% (55) Ramachandran: generously allowed 0.3% (1) 0.3% (1) Ramachandran: disallowed 0.9% (3) 1.3% (4) Bond length outliers (> 4σ) 0.0% (0) 0.0% (0) Bond angle outliers (> 4σ) 0.0% (0) 0.0% (0) Output from PROCHECK (version 3.6.2) for the representative structures. Table S3 .
Residues in the XPA-RPA interface. XPA  RPA  XPA  RPA  100  214  98  192  101  215  99  193  102  216  100  215  103  263  101  216  110  264  102  238  111  265  104  261  112  266  110  262  114 267 111 . (B, C) RPA70AB-binding surface of XPA and XPA-binding surface of RPA70AB, respectively, with the structures rotated with respect to A to better view the binding surfaces. (D) Surface representation of the 5' junction complex with residues directly involved in the interaction colored red. (E, F) RPA70AB-binding surface of XPA and XPA-binding surface of RPA70AB, respectively, with the structures rotated with respect to D to better view the binding surfaces. The structures are aligned to place RPA70AB in the same position in the two complexes, which results in the reversed orientation of XPA DBD in the two complexes (cf. panels B and E). Close up view of key residues in a loop at the DNA binding interface. In Rad14 the loop interacts with the frayed end of the duplex. In XPA the loop binds at the ss-dsDNA junction. XPA DBD residues H171 and W175 are colored blue and the homologous Rad14 residues (H258 and F262) are colored magenta.
Residue

Number
3' Junction 5' Junction
